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^BxPASy Ho»n.R«8» Site Map Sojrrch EicpAsy Conttctus git »tTOiwlc< ;w>1»' SvirtMiProt 



using ^Bp9rameters: 

Goml^rispn ma 




Evaluate ihe^fgnSfeam^'o^tt^ p^h 9^^0nsi^^m¥PlV ^cm^^ &i Emm^. 



seq 
seq 



seq 



sjeq 



;12£ 'S*Sai^ ^ ^ .i^ixii^i 



181 BLPi^ 



seq 
seq 



241 yji1CBl*)RBJ.PT< 



aeq 
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SIM - Results of the Alignment Of 2 Protein Sequences Page,2 of 4 



sed 361 FBRGLHGLQG^KNVitJIRNCGLAG^^^ 

99g .42.1 OF^eTPNTKPOttiORtf^^^^ 

32.0* Identity in « 5 rosiduca overlap; Scdr«: 29.0; Gap froquency: O.Q% 

>; * * .*' 

33.5% identity th 15 xeatduia ovi^^^ Sctf**: 26:; 0; Qvp ft«^«nC5f5 O.QI 

seq 120 G8ECA0TAZ^(lim:r 

8eq 201 G\XfilJl^E£&LlCtrEliH 

25.0* itdehtlity in: 2a >r»3iduft* ;ov5eirlap; Scq^ttf? ^ifeft; Gap fir«qttflncy : S-M 

Iseq 62 Tl4DYBFJVFQFGHFI.6?OX;ASKXAeLy.PG 

Sibq 419 TLOfG^S^ARI^CS^^ElOAVGSAl^NG; . 

*^ ' « • • •*•• 



36 4S identity ;in ^c^p^X: S^ap 



4^ . -400 YEAAMKl^VKAG 

«jeq 54 YOSl^SG&lfTCG 



38 . S» tdjantjity in ^3 residue^^ Score; 67 <3ip trdquencly: 0»OA 

,aeq 3 MBKTG»^lAdOI« 

:s«q >1.9^ naq^I^pGV^I^&i* 



2;7V3> 'Identity tn Z2 reisriduca overlap; Sccirifti. 25/Ot Ga;i) t^ei^ency: 0.0^^ 



»«q ^XliLXrOBVITGFGRMGAHTGS 

fl!«q fe^ ptbm^^KQ^raM^s^HGft^ 



EXHIBIT A: PAGE20F4 



SI M • Results of the Alignment of 2 Protein Sequences ^^^^ 



Identity in 23- residues ioverlap; Scofei 25^0; Gap: f«<iuenpy.: q.M 

seq 242 IJ<EUiSlBiCTSQHNiI,i;frb^W 

8eq 208' tCKlii^liHOASmW 



«e.q jSABKTABt^^P 

;50:.:Q% idehtitvi lit 8 xesidues Qyetl^fer 3€0^: 24. ^^v; ^ap fte<l««Acy? P'<>* 

eaVSi^idi^ttfcy in 8 residues OS^ri^Pl? 5feor«^ ^ f^quiivcy:; 0.01 

9^q: 3B5 AXgiAftED 

341 ALOiLARO: 



23.3% Ideiitity r^n. 30: ^wrfaRr ^cpre; 6*ip tre^aenfeyi 0.01 

«A<I 210 WjX^0A3Mi:M9X^^^ 

;86<i 2^4 Rim^XCpGHN|li|jFD^ 

WvOV identity in 6 residues dv«*l<|py Stbire^v 23. p.; Gap •jete^jyenoy : 0- d% 
;«eq 423. (SPTFNARP - 
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SI M • Results of the Aligmnem of 2 Protein Sequences 
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100.0% identity in 4 residues gyerlap; iScore:' 


23.0; 6at>; fx^quency: 0.0% 


aeq 311 MNOP 




identity irv r«atiduW» ov#rlai|>; Sebw: 


20 cap fr.e.qu?.ney{; 0/0 1 


a^q 2lij SMiW^VIV&Pi 

^ • • " i * * ♦ 




Vo.O!! i4«ntit:Y In; f ceaidue^ overlap; Scttrft; 








4o.rd:l :ident!i:tBy in S residu«a ovejfXS|>; Scpr*: 


5:3.6;; Gidp.Jfri»q««ncyi O.C^ 


*♦ i 





hiXpJ/ymwxKpasyxt^ 3A2/20C9 



EXHIBIT A: PAGE40F4 



Sequence Alignment and Identity Table 
GenBank: AAG06957 and GenBank: AAA25891 



AAA'25891 


(1) 


AAG06957 


(1) 


Consensus 


(1) 


AAA25891 


(51) 


AAG06957 


(1) 


Consensus 


(51) 


AAA25891 


(101) 


AAG06957 


(1) 


Consensus 


(101) 


AAA25891 


(151) 


AAG06957 


(1) 


Consensus 


(151) 


AAA25891 


(201) 


AAG06957 


(8) 


Consensus 


(201) 


AAA25891 


(251) 


AAG06957 


(58) 


Consensus 


(251) 


AAA25891 


(301) 


AAG06957 


(108) 


Consensus 


(301) 


AAA25891 


(344) 


AAG06957 


(158) 


Consensus 


(351) 


AAA25891 


(394) 


AAG06957 


(208) 


Consensus 


(401) 


AAA25891 


(444) 


AAG06957 


(258) 


Consensus 


(451) 


AAA25891 


(491) 


AAG06957 


(299) 


Consensus 


(501) 



1 50 
MSVPVRHLIAGAFVEGLGAQRIPVSNPLDNSTliAEIACASAEQVEQAVAS 



51 100 
ARETFASWKETPVSERARVMLRYQALLKEHHDEIiAKIVSSELGKTFEDAK 



101 150 
GDVWRGIEWEHACNVPSLLMGETVENVARNIDTYSITQPLGVCVGITPF 



151 200 
NFPAMIPLWMFPLAIACGNAPILKPSEQVPLTSVRLAELFLEAGAPKlVJ, 

1- MTDI|FL 

A L 

201 250 
Q|VHGC3KEQ VD|LLiCHPQVKAVS F|GS VAVGQYVYHT|T|HNKRiQS FAj? 
G|GNMGGPMAA|LL'kAGHRVNVFD|QPKAVLGLVEQG|^^ 

L G NLLK V L AV V A A LQ G 

251 300 
AKNH|VBPDIDKAQV|SNLVG|SBPU^Q|C|AI S V|v|VGAAREW|Pg 
AEVV|sHp4hHVEsiYLGDD|LBRV|G|P|^ 

I ALAAKLIAI 



I ILP A 



I E 



A 

301 350 

IRDAL|KVRPGP wbD|GASYGP\{INPQAKARIERL|GQC^EG 

AAAAKiLTLLDAPVSGGVGGARiGTLSFI\(GGPAEGFARARP|LEN|GRN 

AA AG VP RIM 

351 400 
AQLLLI3GR|YKVEGyPDGNW|GPT|F|GVRPDMAIY|EE|FGPVLCLAEV 
IFHAGDHG|GQVAKICNNMl4i|GIL|A|TAEALMiGV|^ 

DAV LGLA KLVL 

401 450 
DS LEQAI RL I NE S P|GNGTS I FTfSGBAARTFQHHfE VGQ|^|n|P I PVP 
Q§SGGNWALNLYNP|PGVMPQAPpNiY?lGGFQTO|mKDBG|^^ 

S L PW AS A A FQ I liGI I 

451 500 

|pff|ftgwk1sfygdl^y|- - k-qgBrfyIetktvtBI^ 

|QAS|PLQAL§RNLFSIiti^Q|DAEHEG|DFsilQ"^ 

L S G A LHA A GL F S K AK 

501 

NFSIQMR 





AAA25891 


AAQ06957 


AAA25891 




14 


AA606957 





EXHIBIT B: PAGE 1 OF 1 



Sequence Alignment: alanine 2,3-aminomutase 



B. subtilis - SEQ. 22 (1 

B. subtilis - SEQ. 24 (1 

P. gingivalis - SEQ. 26 (1 

Consensus (1 

B. subtilis - SEQ. 22 (51 

B. subtilis - SEQ. 24 (51 

P. gingivalis - SEQ. 26 (43 

Consensus (51 

B. subtilis - SEQ. 22 (101 

B. subtilis - SEQ. 24 (101 

P. gingivalis - SEQ. 26 (93 

Consensus (101 

B. subtilis - SEQ. 22 (151 

B. subtilis - SEQ. 24 (151 

P. gingivalis - SEQ. 26 (143 

Consensus (151 

B. subtilis - SEQ. 22 (201 

B. subtilis - SEQ. 24 (201 

P. gingivalis - SEQ. 26 (193 

Consensus (201 

B. subtilis - SEQ. 22 (251 

B, subtilis - SEQ, 24 (251 

P.* gingivalis - SEQ. 26 (243 

Consensus (251 

B. subtilis - SEQ. 22 (301 

B. subtilis - SEQ. 24 (301 

P. gingivalis - SEQ. 26 (293 

Consensus (301 

B. subtilis - SEQ. 22 (351 

B. subtilis - SEQ. 24 (351 

P. gingivalis - SEQ. 26 (343 

Consensus (351 

B. subtilis - SEQ. 22 (401 

B. subtilis - SEQ. 24 (401 

P. gingivalis - SEQ. 26 (386 

Consensus (401 

B. subtilis - SEQ. 22 (451 

B. subtilis - SEQ. 24 (451 

P. gingivalis - SEQ. 26 (417 

Consensus (4 51 





50 

- MAESplKYY|PDVT|EQWYOWHJ^^0gLNR|ET^)QLKK^^ 
MKNKWYKPK3U^WKEIELWKDVPEEKW^roWLWQLTHT^mTLDDLK^^ 

51 100 

|e|eGV®s|k^^PITPYy|s &piNp|cp|HijfQ^|^g£g 
jEEEGVpSPK^^paTPY^YI^LlI^^^^^^ 
EDEEEGVRI STKTI PliNITP YYASIiMDPDNPRCT 

101 150 

5g!ijBbEl5SPVPGLTHRYP]5RVEt^t|lfflCS|^ 
m wmm ^PL^EDEDS PVPGLTHRYPDRVLFL|T|gCSiYCRMcTRRRFi^ 
BPQvjjPtSBPEDSEyPGira 
YbMEbPLHEDEDSFVPGLTHRYPDRVLPLVTNQCSVYCRHCTRRRFSGQI 
151 200 
|pmB|Da|lgYiatP^RDpj>iSGGDM^ 
|p||^DBl|YI|gTP^RD|L|SGGD|^ 
DASSPSERpRC I DV I ANXP.^pUDV lJsGGD§Ll|sDERL E Y I LKRLRE I 
GMGVPKKQLDAAIAYIRETPEIRDCLISGGDGLLINDQILEYILKELRSI 
201 250 
PH|e||RIG|rMp WSPQ^I T^Lj^LKKYHP^ 

Piqp^RIGjRTPWLPQRITPQLvjgLKKYHPWL^^ 
PHLEVIRIGTRAPVVFPQRITDHLCEILKKYHPVWLNTHFNTSIEMTEES 
251 300 

VEACE^^A^pfGNoi^^^ I N^^^^^i|^LV^^VR P Y Y I W 
VEACEKLVNAGVPVGNQAWLAGINDSVPIMKKLMHDLVKIRVRPYYIYQ 
301 350 
CDLSlGI GHFRgP VSKQBE 1 1 ElLRGHTSGYAVPTFVVgftPGGGGKI^^ 
CDLs|gI GHFr|?VSKc|e 1 1 E|LRGHTSGYAyPTFV\^PqGGGKI^p 
CDIrfSLGI GHFRTPVSKg|e 1 1 ENLiGHTSGYAVPTFWGAPGGGGKI Pp 
CDLSEGIGHFRAPVSKGLEIIEGLRGHTSGYAVPTF\AmAPGGGGKIALQ 
351 400 



pim/BsQSP|l 

PNYvisQSPgKV 
PNYv|sQSPRl 





jEGVITl 

rnbegvitI 

iGVITiYTEPE 



- NYjBgCDCEfCRAGK 

PNYVLSQSPDKVILRNFEGVITSYPEPENYIPNQADAYFESVFPETADKK 

401 450 
|P^^p^KR|g^|2^^^^^^g^^i 

HKEGg|A|S|GQQgi EPSDpRKkRl^'^^^ 
EPIGLSAIFADKEVSFTPENVDRIKRREAYIANPEHETLKDRREKRDQLK 
451 471 





EKKFLiAQQKKQKETECGGDSS 



EXHIBIT C: PAGE 1 OF 2 





B.subtllis- 
SEQ.22 


B. subtilis- 
SEQ.24 


P. gingivalis - 
SEQ. 26 


B. subtilto - 
SEQ.22 




100 


59 


B. suMliis - 
SEQ.24 






59 


P. gingivalis - 
SEQ. 26 
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